Supplementary Figure 3. Length distribution of Protein-Coding Region prediction(CDS)
from ESTcan. 2,888 unigenes were predicted using ESTScan. Histogram presentation of sequence-length distribution for significant matches that was found.The x-axis indicates squence size from 0 nt to >1000 nt .The y-axis indicates the number of unigenes for every given size.
Supplementary Table 2.
The analysis of the RNA-seq data identified 54 CP genes and 9 predicted CP genes in alate adults (ARs), brachypterous neotenics (BNs) and adultoid reproductives (ANs) . The plus signs (+) indicated that the CP genes were detected in ANs, BNs and ARs. The minus sign ( -) 
